INTRODUCTION

1
Transposable elements (TE) are DNA fragments that can move from one position to another 1 3 8 miR827 and miR6284 (Table1). The expression values of miR6284, which is a drought 1 3 9
responsive TE-derived miRNA, suppressed in leaves and up-regulated in roots with the fold them, the expression levels of miR169g and miR169l are seem to be changed in response to 1 4 3 drought in roots, the former is related with an LTR, the latter is with a GA repeat. Fold change 1 4 4 of miR162 is significant in roots, and miR6266a has differentially expressed both in leaves 1 4 5 and roots.
4 6
A total of 346 target transcripts regulated by TE-miRNAs were predicted by psRNAtarget 1 4 7 tool (Supplementary Table 2 ). These were subjected to functional annotation with B2GO 1 4 8 resulting a total of 564 GO terms (Supplementary Table 3 Table 3 ). Fifty-five of total 355 biological process hits are relevant to regulation of mostly DNA and RNA binding, 62 hits were found as either DNA or RNA binding. Hydrolase and transferase activities, ion binding and kinase activity are also prevalent in total sequence DW345250, histidine kinase 1, a target of miR482-5p (Supplementary Table 2) .
Some of the hits are related with biological process, response to osmotic stress, water 1 6 1 deprivation, and seed maturation. As molecular function, the hits are, osmosensor and kinase cell division mostly, in terms of biological process (Supplementary Table 3 ). In this study we revealed a total 63 TE-miRNAs (either TE-derived or TE-related) in P. persica genome, and analyzed their tissue-specific expression pattern in response to drought.
We identified PpeMIR6284 as a TE-derived miRNA gene since a considerable part of (74%)
gene sequence is located in the long terminal repeat of a retrotransposon. This finding 1 7 2 suggests that, while this retrotransposon translocates by a copy-paste mechanism, it might 1 7 3 possibly carry the precursor of miR6284 within the transposon itself. LTRs are one of the most common types of TEs, which are potentially located in the 1 kb 1 kb region, might aid these miRNA genes to move while jumping from one location to the
other in the genome. Some members of miR166, miR171, miR172, miR399, miR482 families were detected in the 1 kb region of TEs, thus it might denote that, these families have been affected from translocating events of TEs nearby.
The expression of TE-derived miR6284 in leaves was detected as suppressed 2.5 fold whereas fold change is -3.2 but there is no significant change in the leaf tissue. Only two TE-miRNAs 1 8 6 (miR6266a and miR160b) were regulated in leaf with fold changes of -1.7 and 1.6 1 8 7
respectively. On the other hand, 7 of the predicted TE-related miRNA precursor transcripts found to be undifferentiated upon drought treatment. Blast2GO results indicated that most of the TE-miRNA target transcripts are functionally 1 9 1 related with transcription mechanism in terms of biological process, and DNA or RNA and 1 9 2 binding as molecular function (Supplementary Table 3 ). Therefore it can be deduced that; TE- common among the GO terms of target transcripts. Since, it is a plant growth hormone 1 9 5 involved in developmental, it can also regulate transcription (.Perrot-Rechenmann 2014).
9 6
Some of the target transcripts found to be related to developmental processes and cell growth 1 9 7 independent of auxin implying that, TE-related miRNAs in peach might target the mRNAs of the genes to regulate the growth and development. TE-miRNAs might also control the process by targeting the genes encoding transcription factors and proteins to control plant 2 0 3 development either auxin dependent or independent in tissue specific manner. e  n  t  s  a  n  d  c  h  a  l  l  e  n  g  e  s  i  n  u  n  d  e  r  s  t  a  n  d  i  n  g  2  6  0  p  l  a  n  t  a  b  i  o  t  i  c  s  t  r  e  s  s  r  e  s  p  o  n  s  e  s  a  n  d  t  o  l  e  r  a  n  c  e  .  P  l  a  n  t  a  n  d  C  e  l  l  P  h  y  s  i  o  l  o  g  y  5  2  :  1  5  6  9  -1  5  8  2  2  6 
